Supplementary Methods

Bioinformatic analysis
BLAST searches were performed using the Integrated Microbial Genomes (IMG) webserver [1] , using an E-value ≤ 1e
-50 as cut-off. MtvR putative targets were predicted using the sRNATarget [2] , the TargetRNA [3] , and the RNAPredator [4] programs, with a cut-off of 1, a minimum seed of 7 nucleotides, an hybridization target region window size of -100 to + 30 around the translation start site.
Suplementary Results
Interaction of MtvR with additional E. coli sequences
A Blast search within the genome of Escherichia coli strain K-12 sub-strain MG1655, using a low complexity match and a word size of 6 revealed 9 intergenic regions with segments with homology to the mtvR sequence. The non-coding region between lysV and REPv173 contains the Intergenic Repeat Region (IRR) rtV, and within this region, the sequence 5'-cgcggcgacggcc-3', corresponding to nt 68 to 80 of MtvR. The rlQ, also a IRR found in the non-coding region between lysQ and nadA, contains exactly the same sequence of MtvR found on rtV. A H-NS binding sequence of E. coli was also found in the non-coding region between yciG and trpA, sharing homology with nt 53-64
(5'-aatgccgccagc-3') of MtvR. The remaining 6 sequences had no identifiable features worth mentioning (Table S4 ).
This 13 nucleotide sequence match found within non-coding regions of the E. coli genome, together with its conservation along other enteric might represent an unidentified regulatory region in E. coli.
Additional sequences in P. aeruginosa PA14 genome with possible interaction with MtvR
Blast analysis using the MtvR encoding sequence to query the genome sequence of P.
aeruginosa UCBPP-PA14, revealed a 100% match in a 17 nt (5'-GCCGCGCGTGCTGG-3') segment within an intergenic region 232 bp at the 5' side of a probable C4-dicarboxylate transporter and 550 bp at the 3' side of a arginine/ornithine antiporter. A thorough search revealed that this sequence is widely distributed along all organisms, including prokaryotes, eukaryotes and virus. Another search, using the complete intergenic region, revealed a 38 nt region (5'-AAATGAAGAAGCCCGGCGAACGCCGGGCTTCTTCATTT-3') that is present only in prokaryotes, and in general, with a conservation over 80 %, found in intergenic regions. No conserved regulatory elements could be identified in this sequence. This sequence might represent a new uncharacterized regulatory region. ((((&)))) ).......)))))))))))))))) -5 16 109-136 conserved protein; UPF0161 family (((((&)) )))))))))))))). ((((&)) )))))))))..)))))) ((&)) ))))))))))).))..))))))) - (((&)) )))))..))).....))))))))))) -6 20 104-131 putative hydrolase ((((&)) )))))))))))))).)))) (((((....(((&)) ).....))))))))) - (((&)) )))))..)))))).))))))) - (((((((((&)) )))))).....))))) - ((((&)) ).)))))))))))))).)).)).))))) - (.((&) ).)))))))).))))))).)))))) -10 17 5-30 putative secreted lipoprotein 
